Fig S1. Cladogram depicting the relationships of 17 Great Lakes fish-associated chryseobacterial isolates generated using Bayesian and neighbor-joining analysis. Bayesian analysis was conducted using the General Time Reversible (GTR) model and gamma-shaped rate variation with a proportion of invariable sites Bayesian in MrBayes 3.2. Only posterior probabilities ≥ 70 are displayed at the nodes. Posterior probability values with an *denote that the same node was supported (i.e., bootstrap value ≥ 70) in neighbor-joining analyses.
. Differential characteristics of Chryseobacterium sp. isolates T86 and its closest relatives according to 16S rRNA gene sequence similarity (C. viscerum, 98.9%; C. ureilyticum, 98.7%) , along with a comparison of cellular fatty acid profiles (%). Results for T86 were produced in this study, whereby results for C. viscerum and C. ureilyticum were reproduced from (Zamora et al. 2012 ) and (Herzog et al. 2008) . +, positive test result; (+), weak positive test result; -, negative test result; NR, no result reported. Tr, traces of fatty acid (<1%) detected; ND, not detected. 
Characteristic
Production of: Table S4 . Differential characteristics of Chryseobacterium sp. isolate T28 and its two closest relatives according to 16S rRNA gene sequence similarity (C. lactis, 98.8%; C. nakagawai, 98.8%) , along with a comparison of cellular fatty acid profiles (%). Results for T28 were produced in this study, whereby C. lactis and C. nakagawai were reproduced from (Holmes et al. 2013 , Venil et al. 2014 
